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DECLARATION PURSUANT TO 37 C.FR. § 1.132 
I, David R. Goodlett, declare as follows: 

1) I am the David R. Goodlett who is an inventor of the above-identified application. 

2) I understand that the claims stand rejected as allegedly obvious over Yates, J. Mass 
Spectrom. 33:1-19 (1998), alone or in combination with Gygi et al,, Nat. Biotechnol. 
17:994-999 (1999), or Easterhng et al.. Anal. Chem. 71 :624-632 (1999). 

3) The methods described by Yates are distinct from the claimed methods. Yates is a review 
article describing mass spectrometry and how it is used in the study of proteomics. Yates 
describes typical usage of mass spectrometry for proteomics analysis. Peptides are 
generated in solution, generally using enzymatic digestion. The enzymatically generated 
peptides are analyzed by mass spectrometry using one of two approaches. One approach is 
to measure the masses of the enzymatically generated peptides without fiuther 
fragmentation in the mass spectrometer, that is, so called mass mapping or fingerprinting. A 
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second approach is to select one of the enzymatically generated peptides, fragment the 
selected peptide in the mass spectrometer, and measure the mass of the fragment ions, that 
is, so called tandem mass spectrometry or MS/MS. 

4) As recited in claim 1, the mass of parent polypeptides (such as enzymatically generated 
peptides) are measured simultaneously with the mass of fragments. This is distinct from the 
description in Yates of measuring the masses of the parent polypeptides without fiirther 
fragmentation in the mass spectrometer. 

5) In claims 13, 24 and 56, the claims specifically recite that fragment mass is determined 
by mass spectrometry in the absence of ion selection for producing fragment ions. This is 
distinct from the description in Yates of selecting a single parent polypeptide, fragmenting 
the selected peptide in the mass spectrometer, and measuring the masses of fragment ions. 

6) Li conclusion, I beUeve that the clauned methods are distinct from the two historical 
mass spectrometry methods reviewed by Yates. 

I hereby declare that all statements made herein of my own knowledge are true and that all 
statements made on information and beUef are believed to be true; and fiirther that these 
statements are made with the knowledge that willfiil false statements and the like so made 
are punishable by fine or imprisonment, or both, under Section 1001 of Title 18 of the 
United States Code and that any such willfiil false statement may jeopardize the vaUdity of 
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